In the title hydrated salt, C 4 H 10 NO 3 + ÁC 7 H 7 O 3 S À ÁH 2 O, an intramolecular C-HÁ Á ÁO hydrogen bond in the cation generates an S(6) loop. In the crystal, carboxyl-O-HÁ Á ÁO(sulfonate), hydroxyl-O-HÁ Á ÁO(sulfonate), water-O-HÁ Á ÁO(sulfonate, hydroxyl) and ammonium-N-HÁ Á ÁO(water, carbonyl) hydrogen bonds link the components of the asymmetric unit into supramolecular layers parallel to (001).
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Structure description
Having a non-centrosymmetric crystal is an important requisite for second harmonic generation (Etter & Huang, 1992; Sarma et al., 1994) . As part of our studies in this area, we now describe the crystal structure of the title hydrated molecular salt (Fig. 1) , which crystallizes in the non-centrosymmetric space group P2 1 . It crystallizes with one independent cation, an anion and a water molecule in the asymmetric unit.
There is an intramolecular C11-H11BÁ Á ÁO5 hydrogen bond within the cation, which generates an S(6) ring, Table 1. The crystal structure features a variety of hydrogen bonds, as listed in Table 1 . As seen from Fig. 2 , the hydrogen bonds connect the constituents of the asymmetric unit into supramolecular layers that stack along the c-axis direction.
Synthesis and crystallization
p-Toluenesulfonic acid monohydrate (1.902 g, 0.0099 mol) and l-threonine (1.191 g, 0.0099 mol) were mixed in deionized water. The solution was stirred well using a magnetic stirrer for about 4 h to obtain a homogeneous solution. Then, the solution was The molecular packing of the title compound, viewed down the b axis. The hydrogen bonds are shown as blue lines. Computer programs: APEX2, SAINT and XPREP (Bruker, 2004) , SHELXT2014/5 (Sheldrick, 2015a), SHELXL2018/1 (Sheldrick, 2015b), ORTEP-3 for Windows (Farrugia, 2012) , Mercury (Macrae et al., 2008) , PLATON (Spek, 2009), and publCIF (Westrip, 2010). Table 1 Hydrogen-bond geometry (Å , ). 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. The carbon-bound H-atoms were placed in calculated positions (C-H = 0.93-0.98 Å) and were included in the refinement in the riding model approximation, with U iso (H) set to 1.2-1.5U equiv (C). The oxygen-bound H-atoms were either fixed with O-H = 0.82 or refined with a distance restraint of O-H = 0.82±0.02 Å, and with U iso (H) set to 1.5U equiv (O). The nitrogen-bound H-atoms were refined with a distance restraint of N-H = 0.90±0.02 Å, and with U iso (H) set to 1.2U equiv (N). 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

